Carbapenem-resistant Klebsiella pneumoniae, a bacterium of the family Enterobacteriaceae, is a high-priority antibiotic-resistant pathogen that causes nosocomial infections. Here, we describe the isolation and annotation of the K. pneumoniae siphophage Shelby, a T1-like siphophage encoding 78 proteins, of which 34 have a predicted function.
Shelby has a 49,045-bp genome with a GϩC content of 50.4%. This GϩC content is lower than that of its host, which is 57.5% (3) . The coding density of the Shelby genome is 90.6%, and it has 78 coding sequences, with 34 having a predicted gene function. Based on analysis with progressiveMauve v2.4.0, Shelby has 85.5% and 84.9% shared nucleotide sequence identities with Klebsiella phage 1513 (GenBank accession number KP658157) and Klebsiella phage Sushi (accession number KT001920), respectively, and there are 69 similar proteins between the three (19) . Shelby also has 33 proteins with BLASTp similarity to those of phage T1 (NCBI accession number NC_005833), and a similar overall genome size. Unsurprisingly, Shelby is predicted by PhageTerm to use a headful mechanism for DNA packaging (20) .
Data availability. The genome sequence and associated data for phage Shelby were deposited under GenBank accession number MK931445, BioProject accession number PRJNA222858, SRA accession number SRR8869238, and BioSample accession number SAMN11360410.
